how it is distributed across species' ranges. We investigate population structure in the 
Introduction

49
The spatial extent of genetic structure is largely dependent on the dispersal capacity of 50 individuals (Bohonak 1999) . This is especially apparent in the marine environment, where 51 species with planktotrophic larvae that spend months in the water column tend to maintain 52 low levels of genetic structure across large geographic scales, while those with short 53 planktotrophic larval phases or direct developers usually have much higher levels of However, the role of dispersal capacity in structuring marine populations is complex, and can 
69
Adaptation to local environments (e.g. low salinity or temperature) can also lead to genetic 70 differentiation at selected and linked neutral loci, despite high levels of gene flow (see (Fig. 1) . A total of 631 individuals were captured using commercial lobster pots set over 
114
After the DNA was extracted, each sample was analysed using a NanoDrop ND-1000 115 spectrophotometer to determine the concentration and quality of the DNA. All DNA samples 116 were stored at -20 ºC until genotyping. Genotypes at 22 microsatellite loci (S3, S8, S28, S50, 117 W25, Pcyg1 -9 and 11-18) were determined for each individual using primers and PCR products were analyzed on an ABI 3700 sequencer using a GeneScan-500 LIZ internal size 120 standard and scored using GENEMARKER The uncertainty of coordinates was set at zero. Ten independent runs were performed for We also carried out spatial autocorrelation (SA) analysis to evaluate the genetic 165 similarity of individuals over varying spatial scales. We used GENALEX to calculate a spatial 
Results
193
Thirteen loci (S3, S8, S50, Pcyg02, Pcyg04, Pcyg06, Pcyg07, Pcyg09, Pcyg12, Pcyg13,
194
Pcyg14, Pcyg16 and Pcyg17) were identified as having null alleles in at least one location 195 using MICROCHECKER and excluded from further analyses unless specified otherwise. The remaining loci showed high levels of genetic diversity at each location (Table 1) . There were 197 no significant differences in allelic richness (χ 2 = 11.57, P = 0.172), gene diversity (χ 2 = 6.89, 
213
No genetic subdivision was found using Bayesian clustering analysis. The STRUCTURE
214
analysis revealed decreasing log probability estimates with increasing values of K and there
215
were no large fluctuations in ΔK, suggesting that the probable number of clusters was one.
216
Further, when K > 1, the proportion of individuals assigned to each cluster was fairly even 217 and most individuals were admixed, consistent with inferred population structure not being 
Discussion
245
The major finding of this study was the significant genetic heterogeneity among local 
292
The life-cycle of P. cygnus also includes a migratory phase, which occurs between four and 
